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d i st r i but eHammingDi stance (int P, int H, int nSize, int* vec) 
{ 

int h; 

if (P==1) { 
vec[1] = h; 

/* 

* one of the assignments of the hamming distance to all partial 
x sequences is oompleted, so that the hamming distances 

* stored in \ec are outputted 

*/ 

for (int i = 1 ; i <= nSize; i = i + 1 ) { 
printf("Part Xd th: %d", i, vec[i]); 

A a separator or a terminator is outputted */ 
if (i 1= nSize) { 

/* a comma is outputted as a separator */ 

printfC, "); 

} 

else { 

/* a break is outputted as a terminator */ 

pr intf ("¥n") ; 

} 

} 

} 

else { 

for (h = 0; h <= H; h = h + 1 ) ( 
vec[P] = h; 

distributeHaimtingDistanoe(P - 1, H - h, nSize, vec); 

} 

} 
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